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1642 
Elongation factor 
SII, facilitates transcript cleavage 
(Izban and Luse), 1342-1356 
TFIIF, interaction with Tat (Kato et 
al.), 655-666 
Embryogenesis 
Drosophila, C/EBP required for devel- 
opment (R¢grth and Montell), 
2299-2311 
(Holmgren and Engel), 161-165 (meet- 
ing review) 
mouse, DNA methylation (Kafri et 
al.), 705-714 
TN-deficient mice develop normally 
(Saga et al.), 1821-1831 
Embryonal stem cells, gene disruption 
by promoter trap vectors (von 
Melchner et al.}, 919-927 
Embryonic 
development, vertebrate, mutational 
analysis of (Rossant and Hop- 
kins), 1-13 (Review) 
lethality, loss of N-myc function 
(Charron et al.), 2248-2257, 
(Stanton et al.), 2235-2247 
stem (ES) cells, gene trap approach in 
(Skarnes et al.), 903-918 
Endoribonuclease 
RNase E, E. coli, specificity of (Ehrets- 
mann et al.), 149-159 
RNase MRP, nuclear role of (Schmitt 
and Clayton), 1975-1985 
engrailed (en) Drosophila gene, regulates 
expression of hh (Tabata et al.), 
2635-2645 


GENES & DEVELOPMENT 2675 





Enhancer of split [E(sp1)|, Drosophila, rat 
HLH proteins HES-1 and HES-3 
are structurally related to (Sasai 
et al.), 2620-2634 

Enhancer-binding factors, counteract 
chromatin-mediated repression 
(Croston et al.), 2270-2281 

Enhancers. See also Promoter—enhancer 
interaction. 

Epidermal growth factor (EGF), Droso- 
phila spitz gene encodes puta- 
tive homologous protein (Rut- 
ledge et al.), 1503-1507 

Escherichia coli 

branch migration, promoted by RuvA 
and RuvB proteins (Iwasaki et 
al.), 2214-2220 

endoribonuclease RNase E, specificity 
of (Ehretsmann et al.), 149-159 

mRNA stabilization by 5'-stem—loop 
structure (Emory et _al.), 
135-148 

N4 early transcription, single-stranded 
DNA-binding protein (SSB) re- 
quired for (Markiewicz et al.}, 
2010-2019 

protein export, role of heat shock pro- 
teins DnaK and DnaJ (Wild et 
al.), 1165-1172 

RecA protein, mediates stable DNA 
synapsis (Adzuma), 1679-1694 

S10 operon, regulation by ribosomal 
protein L4 (Zengel and Lindahl), 
2655-2662 

translational frameshifting, dnaX gene 
(Tsuchihashi and Brown), 511-— 
519 

ets 

family members, different trans-acting 
properties of (Wasylyk et al.), 
965-974 

oncogene family, new member PEA3 
(Xin et al.), 481-496 

-related proteins, two newly defined 
proteins (ER81 and _ ER71) 
(Brown and McKnight), 2502— 
2512 

ets-1 proto-oncogene, eukaryotic tran- 
scriptional regulator (Nye et 
al.), 975-990 

Ets 

-binding site, of oncogene-responsive 
element (Bruder et al.), 545-556 
transcription activation by (Wasylyk 
et al.), 965-974 
ETS 
domain, specificity of DNA binding 
(Nye et al.), 975-990 
family, DNA-binding and protein—pro- 
tein interaction specificity 
(Brown and McKnight), 2502- 
2512 
even-skipped (eve) 
pair—rule gene, Drosophila, Eve func- 
tions as concentration depen- 
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dent morphogen (Manoukian 
and Krause), 1740-1751 
Drosophila, homeo domain protein 
EVE (Johnson and Krasnow), 
2177-2189 
Evolution of gene regulation, role for ret- 
rotransposition (Ting et al.), 
1457-1465 
Evolutionary conservation 
transcription factors (Campbell et al.), 
367-379 
vertebrate limb pattern formation 
(Trumpp et al.), 14-28 
Exon 
definition, effect of nonsense muta- 
tions on (Naeger et al.), 1107— 
1119 
selection, positive regulation by Ul 
snRNP/U2AF65 communica- 
tion (Hoffman and Grabowski), 
2554-2568 
Exonucleases, 5'—3' and 3’—5’ (Clyman 
and Belfort), 1269-1279 
External sensory (es) organs, Drosophila, 
subtype determination (Higash- 
ijima et al.), 1005-1018 
Extinction, of a,-antitrypsin gene ex- 
pression (Bulla et al.), 316—327 
Extracellular matrix protein, normal de- 
velopment of TN-deficient 
mice (Saga et al.), 1821-1831 
extramacrochaetae (emc) Drosophila 
gene, role in controlling spatial 
pattern of ac and sc transcrip- 
tion (Van Doren et al.), 2592— 
2605 
Eye development, Drosophila, dual Bar 
homeo box genes (Higashijima 
et al.), 50-60 


F 


Fibroblast growth factor (FGF) receptor, 
Drosophila, analysis of ho- 
molog (breathless) (Klambt et 
al.), 1667-1678 

Fibrosarcoma development, functional 
role of transcription factors 
JunB and c-Jun (Bossy-Wetzel et 
al.), 2340-2351 

Fission yeast checkpoint genes, coupling 
of mitosis to completion of 
DNA replication (Enoch et al.}, 
2035-2046 

5’ splice site, site-specific cross-linking 
of mammalian U5 snRNP to 
(Wyatt et al.), 2542-2553 

Flagelllum biosynthesis, Caulobacter, 
role of o°* factor (Brun and Sha- 
piro), 2395-2408 

fork head domain 

Drosophila, novel putative DNA-bind- 
ing domain (Grossniklaus et 
al.), 1030-1051 

Xenopus, blastopore lip-specific gene 
(Dirksen et al.), 599-608 


Formins, ld alternatively spliced tran- 
script protein products (Jack- 
son-Grusby et al.), 29-37 

Fos 

and muscle transcription, repression 
of (Li et al.), 676-689 

oncoprotein, HOB motifs of (Suther- 
land et al.), 1810-1819 

see also oncoproteins 

FosB protein, transactivation domain 
missing in FosB2 (Wisdom et 
al.), 667-675 

FosB2 protein, lacks transactivation do- 
main present in FosB (Wisdom 
et al.), 667-675 

Fumary] acetoacetate hydrolase, gene for 
within alf/hsdr-1 region, lethal 
albino mice (Ruppert et al.), 
1430-1443 

Fungal spore development, interacting 
role of light and circadian clock 
(Bell-Pedersen et al.), 2382-2394 

FUS3 kinase, phosphorylation of, S. cere- 
visiae (Gartner et al.), 1280— 
1292 

fushi tarazu (ftz) homeo domain, Droso- 
phila, helix-turn—-helix motif 
(Furukubo-Tokunago et l.), 
1082-1096 


G 


G protein 
Dictyostelium, G,,4 subunit analysis of 
(Hadwiger and Firtel), 38-49 
S. pombe, gpa2 gene encodes Ga sub- 
unit involved in nutrional mon- 
itoring (Isshiki et al.), 2455- 
2462 
G-G base pair recognition, avian telom- 
eres (Gualberto et al.), 815-824 
GABa, target site selection by (Brown 
and McKnight), 2502-2512 
GAGA factor, role in RNA polymerase 
pausing in heat shock gene (Lee 
et al.), 284-295 
GAL4-VP16 mediated antirepression, of 
histone H1-mediated repression 
(Croston et al.), 2270-2281 
GALII, as possible HAP] cofactor (Tur- 
cotte and Guarente), 2001-2009 
GATA-1, promoter-enhancer interac- 
tions regulated by (Fong et al.), 
521-532 
Gene 
scrambling, O. nova (Mitcham et al.), 
788-800 
targeting, partial loss-of-function mu- 
tations (Moens et al.), 691-704 
trap vector, mouse embryonic stem 
cells (Skarnes et al.), 903-918 
Genome reorganization, Paramecium, 
polyploid macronucleus from 
diploid nucleus (Meyer), 
211-222 





Genomic imprinting 
embryonic development (Rappolee et 
al.), 939-952 
preimpantation mouse embryos (Carl- 

son et al.), 2536-2541 

Germ cell development, role of SLF 
(Brannan et al.), 1832-1842 

Globin gene switching, promoter compe- 
tition (Foley and_ Engel), 
730-744 

Glucocorticoid response element, inter- 
action with AP-l (Miner and 
Yamamoto), 2491-2501 

Granulocyte monocyte colony stimulat- 
ing factor (GM-CSF) AU com- 
plex, and mRNA instability (Sa- 
vant-Bhonsale and Cleveland), 
1927-1939 

Group I intron, activation of catalytic 
core (Michel et al.}, 1373-1385 

Group I introns, splicing of and similar- 
ity to tRNAs (Guo and Lam- 
bowitz), 1357-1372 

Growth suppression domain, within RB 
gene product (Qin et al.), 953— 
964 

G,-specific genes, dependency on Cdc28 
kinase activation (Marini and 
Reed), 557-567 

GTP-binding domain, dynamin D100 
(Jones and Fangman), 380-389 

G, regulation, of S. cerevisiae, role of 
SIT4 gene (Fernandez-Sarabia et 
al.), 2417-2428 


H 


hairless (H) Drosophila gene, protein 
controls SOP cell fate (Bang and 
Posakony), 1752-1769 
Hairy (h) 
Drosophila, rat HLH proteins HES-1 
and HES-3 are structurally re- 
lated to (Sasai et al.), 2620-2634 
gene product, Drosophila, pan—neural 
gene (dpn) closely related to 
(Bier et al.), 2137-2151 
Half-life, of c-myc mRNA (Bernstein et 
al.), 642-654 
HAP! activator, yeast, cofactor interac- 
tion (Turcotte and Guarente), 
2001-2009 
Heat shock 
genes 
Drosophila, DNA melting of (Giar- 
dina et al.),2190—2200 
RNA polymerase pausing on hsp70 
(Lee et al.), 284-295 
proteins, DnaK and DnaJ, role in E. 
coli protein export (Wild et al.), 
1165-1172 
response, and splicing pathway (Utans 
et al.), 631-641 
hsp70/HSF interaction (Abravaya et 
al.), 1153-1164 


hedgehog Drosophila gene, target of en 
regulation (Tabata et al.), 2635— 
2645 
Helix—loop—helix (HLH) 
-bZIP, chimeric transcription factor 
(Hunger et al.), 1608-1620 
—ZIP domain, Max:c-Myc heteromeric 
complex (Kato et al.), 81-92 
motif, Drosophila ftz homeo domain 
(Furukubo-Tokunago et al.), 
1082-1096 
protein 
Drosophila emc (Van Doren et al.), 
2592-2605 
encoded by Drosophila dpn gene 
(Bier et al.), 2137-2151 
Id associates with E2A proteins (Jen 
et al.), 1466-1479 
and insulin (German et al.), 2165— 
2176 
muscle-specific, myogenin and 
MyoD (Li et al.), 676-689 
rat HEAS-1 and HES-3, structural 
homology to Drosophila hairy 
and Enhancer of split (Sasai et 
al.), 2620-2634 
regulatory gene, maize B gene (Radi- 
cella et al.), 2152-2164 
zipper protein, Max, association with 
Myc family proteins (Black- 
wood et al.), 71-80 
Hematopoiesis (Holmgren and Engel), 
161-165 (meeting review) 
Heme transport, and bacterial cy- 
tochrome c biogenesis (Beck- 
man et al.), 268-283 
Hemopoietic differentiation, role of 
RARa transcription factor (Tsai 
et al.), 2258-2269 
Hepatic development, albumin gene ac- 
tivators (Milos and Zaret), 991— 
1004 
Heptapeptide repeats, of RNAP II CTD, 
phosphorylation of (Peterson et 
al.), 426-438 
Herpes simplex virus 
Oct-1 multiprotein complex (C1) (Po- 
merantz et al.), 2047-2057 
trans-activator VP16, association with 
POU protein Oct-1 and Oct-2 
(Lai et al.), 2058-2065 
HES family, HLH factors, structurally re- 
lated to Drosophila h and E(spl) 
(Sasai et al.), 2620-2634 
Heteromeric complex, Max:c-Myc (Kato 
et al.), 81-92 
Hexagonal actin-myosin network, Dro- 
sophila nullo gene stabilizes 
(Rose and Wiecschaus), 1255— 
1268 
Histone 
H1-mediated repression, counteracted 
by GAL4-VP16 hybrid activator 
(Croston et al.), 2270-2281 
H4, and nucleosome positioning (Roth 
et al.), 411-425 


HIV-1 
promoter, transcription regulation by 
NF-«B (Kretzschmar et l.), 
761-774 
VP16 and Tat have functionally inter- 
changeable activation domains 
(Tiley et al.), 2077-2087 
HMG box protein, hUBF (Jantzen et al.), 
1950-1963 
HO endonuclease gene, yeast, regulated 
by SW15 (Dohrmann et al.}, 93— 
104 
Holliday junction, E. coli protein com- 
plex RuvA-RuvB interaction, 
promotes branch migration 
(Iwasaki et al.), 2214-2220 
Homeo box 
-containing genes (HOX), promoter ac- 
tivation in transgenic zebrafish 
(Westerfield et al.), 591-590 
gene, Xlim-1 in X. laevis LIM domain 
(Taira et al.), 356-366 
genes, Drosophila Bar region and eye 
development (Higashijima et 
al.), 50-60 
Homeo domain 
ftz Drosophila, helix—turn—helix motif 
(Furukubo-Tokunago et l.}, 
1082-1096 
motifs, Coprinus, A mating type gene 
complexes (Kiies et al.), 
568-577 
proteins 
Drosophila activator UBX and re- 
pressor EVE (Johnson and Kras- 
now), 2177-2189 
Oct-1 POU, recognition of surface 
(Pomerantz et al.), 2047-2057 
Homeo domains, Dfd and Ubx, mapping 
functional specificity (Lin and 
McGinnis}, 1071-1081 
Homeobox genes, redundant, Drosophila 
BarH1 and BarH2 (Higashijima 
et al.), 1005-1018 
Homeotic 
complex HOM-C, Drosophila, map- 
ping functional specifity in Dfd 
and Ubx (Lin and McGinnis), 
1071-1081 
Drosophila gene, Antp, internal ribo- 
some binding of mRNA (OH et 
al.), 1643-1653 
genes 
Drosophila repression by Polycomb 
group (PcG) (DeCamillis et al.), 
223-232 
Drosophila Ubx promoter activation 
(Laney and Biggin), 1531-1541 
Homologous recombination 
branch migration in (Iwasaki et al.), 
2214-2220 
into human £-globin LCR (Kim et al.), 
919-927 
role of recA protein during DNA syn- 
apsis (Adzuma), 1679-1694 
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HPV production, in epithelial raft cul- 
tures (Dollard et al.), 1131-1142 
HSF, interaction with hsp70 (Abravaya 
et al.}, 1153-1164 
hSL1, TBP-TAF complex, interaction 
with hUBF activation domain 
(Jantzen et al.), 1950-1963 
Hsp70, Drosophila, consequences of ex- 
pression at normal temperature 
(Feder et al.), 1402-1413 
HSV-1 regulatory protein, ICP27, affects 
mRNA processing (Sandri-Gol- 
din and Mendoza), 848-863 
HTLV-1, Tax] transcriptional activator 
and transforming protein (Fujii 
et al.}, 2066-2076 
hu-li-tai shao (hts), Drosophila gene, en- 
codes adducin homolog (Yue 
and Spradling), 2443-2454 
hUBF activation domains, cooperative 
interactions with TBF-TAF 
complex hSL1 (Jantzen et al.}, 
1950-1963 
Human 
hsp70 protein, interaction with HSF 
(Abravaya et al.), 1153-1164 
papillomavirus. See HPV. 
salivary amylase gene (AMYIC), tis- 
sue-specific expression, retrovi- 
ral sequences required for (Ting 
et al.), 1457-1465 
splicing factor ASF/SF2, Drosophila 
RNA binding protein RBP1 
shows functional similarity to 
(Kim et al.), 2569-2578 
Human/Mel hybrid, human f-globin 
LCR (Kim et al.}, 928-938 
Hybrid cells (hepatoma/fibroblast), ex- 
tinction of liver specific a,-AT 
gene (Bulla et al.), 316-327 
Hydrophobin 
encoded by N. crassa ccg-2 gene (Bell- 
Pedersen et al.), 2382-2394 
gene family, N. crassa eas gene is 
member of (Lauter et al.), 2373- 
2381 


I 


ICP27, HSV-1 regulatory protein, post- 
transcriptional effect on mRNA 
processing (Sandri-Goldin and 
Mendoza), 848-863 

Id HLH protein, associates with E2A pro- 
tein, inhibition of muscle differ- 
entiation (Jen et al.), 1466-1479 

IkB protein family, bcl-3 and IxBa are 
members of (Kerr et al.), 2352— 
2363 

Imaginal disc development, Drosophila, 
apterous (ap) gene (Cohen et 
al.), 715-729 

Immediate early genes, HTLV-1, aber- 
rant induction of (Fujii et al.), 
2066-2076 

immI region of bacteriophages P1 and 
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P7, novel antisense system 
(Biere et al.), 2409-2416 
Immortalization, of chicken cells, as dis- 
tinct from cell transformation 
(Ulrich et al.), 876-887 
In vitro selection, of hairpin ribozymes 
(Berzal-Herranz et al.), 129-134 
Influenza virus, nucleocytoplasmic 
transport of mRNA (Alonso-Ca- 
plen et al.), 255-267 
Insulin I rat gene, minienhancer com- 
plex (German et al.), 2165-2176 
receptors, preimplantation 
mouse embryos (Rappolee et 
al.), 939-952 
Insulin-like growth factor 
IGF-II/IGF-I receptor pathway in 
mouse embryos (Rappolee et 
al.), 939-952 
II (Igf2), mouse, parental imprinting 
(Sasaki et al.), 1843-1856 
Integration sites, of Ty3 retrovirus-like 
element (Chalker and Sandm- 
eyer), 117-128 
Interleukin-7 (IL-7), N-myc and C-myc 
regulation in pre-B lymphocytes 
(Morrow et al.), 61-70 
Internal eliminated sequences, O. nova, 
removal of (Mitcham et al.}, 
788-800 


Insulin 


Intron 
core, binding by tyrosyl-tRNA synthe- 
tase (Guo and Lambowitz}, 
1357-1372 
mobility, trans and cis requirements 
(Clyman and Belfort), 1269- 
1279 


J 


Jun 

family of oncogenes, fibrosarcoma de- 
velopment (Bossy-Wetzel et al.), 
2340-2351 

and muscle transcription, repression 
of (Li et al.), 676-689 

oncoprotein, HOB motifs of (Suther- 
land et al.), 1810-1819 

see also oncoproteins 


K 


Karyogamy, yeast, genes involved in 
(Page and Snyder), 1414-1429 
Keratinocyte, differentiation (Dollard et 
al.), 1131-1142 
Keratinocytes, TNFa production (Cheng 
et al.), 1444-1456 
Kidney development, chicken Jd gene 
(Trumpp et al.), 14-28 
Kinase 
cascade, role in pheromone response 
pathway (Stevenson et l.), 
1293-1304 
double-stranded RNA-activated pro- 
tein kinase (DAI), RNA-binding 


motifs in (Green and Mathews), 
2478-2490 
Kinases, S. cerevisiae 
FUS3, STE11, and STE7 (Gartner et 
al.), 1280-1292 
STE7 and STE11 (Cairns et al.}, 1305- 
1318 
KMnO,, as probe for single-stranded 
DNA (Giardina et al.), 2190— 
2200, (Krumm et al.), 2201- 
2213 


L 


LacZ 
gene expression, TN-deficient mice, 
lacZ replaces TN (Saga et al.), 
1821-1831 
reporter, mouse ES cells, and gene trap 
vector (Skarnes et al.), 903-918 
LAP, transcription factor, CHOP inhib- 
its function (Ron and Habener), 
439-453 
Leukemogenesis, chromosomal translo- 
cations, oncogenic conversion 
by transcription factors (Hunger 
et al.j, 1608-1620 
LIM 
domain, Xenopus laevis homeo box 
gene Xlim-1 (Taira et al.), 356— 
366 
gene family, Drosophila, ap gene (Co- 
hen et al.), 715-729 
—homeo domain protein, and insulin 
minienhancer complex (Ger- 
man et al.), 2165-2176 
Limb development, chicken Id gene 
(Trumpp et al.), 14-28 
Locus control region (LCR), human 
B-globin gene, homologous re- 
combination into (Kim et al.}, 
919-927 
Lung branching morphogenesis, mouse, 
role for N-myc (Moens et al.), 
691-704 


M 


Macronuclear 
destined sequences (MDS), O. nova, 
reordering and splicing 
(Mitcham et al.), 788-800 
development, Paramecium primaure- 
lia, telomere addition sites 
(Meyer), 211-222 
MADS gene family, MEF2 factors are 
members of (Yu et al.), 1783— 
1798 
Maize 
anthocyanin pigmentation pathway 
(Goff et al.}, 864-875 
B regulatory gene, allelic diversity of 
(Radicella et al.), 2152-2164 
seed maturation, VP1 activation of the 
Cl gene (Hattori et al.), 609-618 





Male sterility, resulting from activated 
int-3 transgenic mice (Jhappen 
et al.), 345-355 
Mammary glands, lactation deficiency, 
resulting from activated int-3 
locus (Jhappen et al.), 345-355 
Masked mRNA, X. laevis, activation of 
by cytoplasmic poly(A) elonga- 
tion (Simon et al.), 2580-2591 
Maternal 
effect genes, Drosophila pumilio and 
nanos (Barker et al.), 2312-2326 
morphogen, Drosophila dorsal (dl) (Ip 
et al.), 1728-1739 
mRNAs, murine, regulated by cyto- 
plasmic polyadenylation (Sallés 
et al.), 1202-1212 
Mating type, Coprinus A gene com- 
plexes (Kiiues et al.), 568-577 
Max 
homodimer, DNA-binding activity in- 
hibited by CKII (Berberich and 
Cole), 166-176 
protein 
biphasic effect of on Myc cotransfor- 
mation activity (Prendergast et 
al.), 2429-2439 
functional domains of and interac- 
tion with c-Myc (Kato et al.), 
81-92 


helix—loop—helix zipper protein, asso- 
ciation with Myc family pro- 
teins (Blackwood et al.}, 71-80 


interaction with Myc proteins 
(Mukherjee et al.), 1480-1492 
MCK (muscle creatine kinase) gene, 
identification of wild-type p53 
responsive element (Zambetti 
et al.), 1143-1152 
McpA chemoreceptor, C. crescentus, po- 
lar localization of (Alley et al.), 
825-836 
Methylation 
gene-specific, mouse development 
(Kafri et al.), 705-714 
patterns, preimplantation mouse em- 
bryos (Carlson et al.), 2536— 
2541 
MF3 protein, specificity for single 
stranded telomere probes (Gual- 
berto et al.}, 815-824 
MFA2 yeast gene 
decay and deadenylation of mRNA 
(Muhlard and Parker), 2100— 
2111 
3'-UTR-dependent deadenylation of 
RNA (Lowell et al.), 2088-2099 
MGM1., S. cerevisiae, mitochondrial ge- 
nome maintenance gene (Jones 
and Fangman), 380-389 
Mice 
normal development of TN-deficient 
mice (Saga et al.), 1821-1831 
splicing defect in Stee]’”” (Brannan et 
al.), 1832-1842 


Microtubule 
-binding protein, dynamin D100 (Jones 
and Fangman), 380-389 
function, S. cerevisiae gene involved 
in (Page and Snyder), 1414-1429 
Midblastula transition, X. laevis, tran- 
scription activation (Lund and 
Dahlberg), 1097-1106 
Minienhancer complex, components of 
(German et al.), 2165-2176 
Mitochondrial 
DNA (mtDNA), nuclear genes re- 
quired for maintenance (Jones 
and Fangman), 380-389 
RNA processing, tyrosyl-tRNA syn- 
thetase (Guo and Lambowitz}, 
1357-1372 
RNA, RNase MRP (Schmitt and Clay- 
ton), 1975-1985 
Mitosis 
coupled to completion of DNA repli- 
cation, role of fission yeast 
genes (Enoch et al.), 2035-2046 
yeast, role of cyclin-B homologs (Clb 
proteins) (Richardson et al.), 
2021-2034 
control, mammalian cells, 
mouse cdc25 homolog (Kaki- 
zuka et al.), 578-590 
MMTYV, integration into int-3 locus acti- 
vated Notch-related flanking se- 
quences (Jhappen et l.), 
345-355 
Mouse 
cdc25 homolog, developmental ex- 
pression (Kakizuka et al.), 578— 
590 
embryogenesis 
function of N-myc during (Stanton 
et al.), 2235-2247, (Charron et 
al.), 2248-2257 
regulatory role of PEA3 (Xin et al.), 
481-496 
embryos, endogenous growth pathway 
(Rappolee et al.), 939-952 
limb deformity (Jd) locus, alternatively 
spliced transcripts of (Jackson- 
Grusby et al.), 29-37 
insulin-like growth factor (Igf2) gene, 
parental imprinting (Sasaki et 
al.), 1843-1856 
mRNA 
degradation 
specificity of RNase E (Ehretsmann 
et al.), 149-159 
yeast, deadenylation of MFA2 tran- 
script (Muhlard and Parker}, 
2100-2111 
export, Saccharomyces cerevisiae, 
RAT1 gene (Amberg et al.}, 
1173-1189 
instability, and GM—CSF AU complex 
(Savant-Bhonsale and Cleve- 
land), 1927-1939 


Mitotic 


processing 
affected by HSV-1 regulator (Sandri- 
Goldin and Mendoza), 848-863 
defects of in prp20 yeast mutation 
(Forrester et al.), 1914—-1926 
stability 
c-myc (Bernstein et al.), 642-654 
E. coli, 5'-stem—loop structure (Em- 
ory et al.), 135-148 
nucleocytoplasmic transport, influ- 
enza virus (Alonso-Caplen et 
al.), 255-267 

MuA tetramer, DNA promoted assem- 
bly of (Baker and Mizuuchi), 
2221-2232 

Murine mammary tumor virus. See 
MMTV 

Muscle differentiation, inhibition of, Id 
association with E proteins 
(E2A) (Jen et al.), 1466-1479 

Muscle transcription, repression of by 
Fos and Jun (Li et al.), 676-689 

Muscle-specific gene regulation, MEF2 
factors are members of MADS 
family (Yu et al.), 1783-1798 

Mutagenic strategies, vertebrate (Ros- 
sant and Hopkins), 1-13 (Re- 
view) 

Mutant p53 protein, inhibits wild-type 
p53 binding (Bargonetti et al.), 
1886-1898 

myc gene 

expression, IL-7 regulated (Morrow et 
al.), 61-70 

family, regulatory interaction between 
c-myc and N-myc (Stanton et 
al.), 2235-2247 

Myc 

cotransformation, biphasic effect of 
Max on (Prendergast et al.), 
2429-2439 

family proteins, common transforma- 
tion pathways including Max 
interaction (Mukherjee et al.), 
1480-1492 

Myc:Max, sequence-specific DNA-bind- 
ing complex (Blackwood et al.}, 
71-80 

Myc/Max heterodimers, DNA-binding 
activity, unaffected by CKII 
(Berberich and Cole), 166-176 

Myocyte-specific enhancer factors 2 
(MEF2), members of MADS box 
family (Yu et al.), 1783-1798 

MyoD, muscle-specific HLH protein (Li 
et al.), 676-689 

Myogenic differentiation, inhibition of 
by adenovirus Ela protein 
(Braun et al.), 888-902 

Myogenin, muscle-specific HLH protein 
(Li et al.), 676-689 

Myxococcus xanthus, csgA expression 
entrains development (Li et al.), 
401-410 
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N 


N-myc 
gene 
function of during mouse embryo- 
genesis and regulatory interac- 
tion with c-myc (Stanton et al.), 
2235-2247 
physiological function distinct from 
other myc genes (Charron et 
al.), 2248-2257 
role in mouse lung development 
(Moens et al.}, 691-704 
see also myc gene 
N4. See also coliphage N4 
Negative regulation, by c-Myb carboxy- 
terminal element (Dubendorff 
et al.), 2524-2535 
Nervous system, regulation of Hox ex- 
pression (Westerfield et al.), 
591-598 
Neural 
precursor cells, Drosophila (Bier et al.), 
2137-2151 
tube, dorsoventral polarity and 
chicken Id _ gene products 
(Trumpp et al.), 14-28 
Neurogenesis (Holmgren and Engel), 
161-165 (meeting review) 
Drosophila, role of spitz gene (Rut- 
ledge et al.), 1503-1507 
Neurogenic genes, Drosophila SOP cell 
fate, interaction with Hairless 
(H) gene (Bang and Posakony), 
1752-1769 
Neurospora crassa 
bli-7 gene is structural eas gene, en- 
codes major rodlet protein (Lau- 
ter et al.), 2373-2381 
clock-controlled gene ccg-2 allelic to 
eas gene (Bell-Pedersen et al.), 
2382-2394 
sporulation pathways, con gene ex- 
pression (Springer and Yanof- 
sky), 1052-1057 
NF-«B transcription factor 
I-Rel inhibits activity (Ruben et al.), 
730-744 
p50 and p65 subunits, independent 
modes of activation (Fujita et 
al.), 775-787 
p50 subunit (Kretzschmar et al.}, 761- 
774 
NF-«B, NLS/IxB interaction (Beg et al.), 
1899-1913 
Non-AUG initiation, translational acti- 
vataion of c-myc (Hann et al.), 
1229-1240 
Nonessential genes, Drosophila zeste ac- 
tivates Ubx _ transcription 
(Laney and Biggin), 1531-1541 
Nonsense mutations, MVM RNA, inhi- 
bition of splicing (Naeger et al.}, 
1107-1119 
NS1 protein, influenza virus regulates 
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nuclear export of RNA (Alonso- 
Caplen et al.), 255-267 
Nuclear 
hormone receptors, RARs and RXRs 
(Mangelsdorf et al.), 329-344 
import, U3 snRNA, molecular signals 
for (Baserga et al.), 1120-1130 
localization, of Max protein (Prender- 
gast et al.), 2429-2439 
localization sequences (NLS), of 
NF-«B, interaction with IkB 
(Beg et al.), 1899-1913 
protein, CHOP, dominant-negative in- 
hibitor of transcription (Ron 
and Hbener), 439-453 
transport, Drosophila, dorsal protein 
(Norris and Manley), 1654-1667 
Nucleocytoplasmic transport, influenza 
virus mRNA (Alonso-Caplen et 
al.), 255-267 
Nucleosome positioning, by a2 repressor 
and histone H4 (Roth et al.), 
411-425 
Nucleosomes 
inhibit transcription initiation (Lorch 
et al.), 2282-2287 
yeast, as opposed to telosomes (Wright 
et al.), 187-210 
Nullo gene, Drosophila cellularization 
(Rose and Wiecschaus), 1255- 
1268 
NusA transcription factor, E. coli $10 op- 
eron, required to promote RNA 
polymerase pausing at termina- 
tion site (Zengel and Lindahl), 
2655-2662 


O 


Oct-1 
homeo domain, VP16 association, role 
of Glu-22 (Lai et al.), 2058-2065 
POU domain, HSV, recognition of sur- 
face (Pomerantz et al.), 2047— 
2057 
Oct-2 homeo domain, Glu-22 substitu- 
tion confers VP16 associations 
(Lai et al.), 2058-2065 
Ommatidia development. See Eye devel- 
opment 
ompA transcript, E. coli, 5'-untranslated 
region acts as stabilizer (Emory 
et al.), 135-148 
Oncogene, myb (Dubendorff et al.), 
2524-2535 
Oncogenesis (Holmgren and Engel), 161— 
165 (meeting review) 
Oncogenic conversion, of bZIP protein 
Hlf (Hunger et al.), 1608-1620 
Oncoproteins 
Fos and Jun, activation domain 
(Sutherland et al.), 1810-1819 
Jun and Fos (Oliviero et al.), 1799- 
1809 
Myc family (Mukherjee et al.), 1480- 
1492 
Oogenesis, Drosophila, role of otu 


(Steinhauer and Kalfayan), 233— 
243 

Ovarian development, Drosophila pro- 
tein expression from otu (Stein- 
hauer and Kalfayan), 233-243 

Oxidative stress, E. coli, Dps protects 
DNA (Almir6n et al.), 2646— 
2654 

Oxytricha nova, a-telomere-binding pro- 
tein, (Mitcham et al.), 788-800 


\g 


P-element splicing, Drosophila, mecha- 
nism regulating (Siebel et al.), 
1386-1401 

p50 subunit, of NF-«B (Kretzschmar et 
al.), 761-774 

transcription factor (Fujita et al.), 775— 
787 

p53 

gene product, naturally occuring wild- 
type DNA-binding element 
(Zambetti et al.), 1143-1152 

loss of during cell immortalization 
(Ulrich et al.), 876-887 

protein, site-specific binding of (Bar- 
gonetti et al.), 1886-1898 

p65 subunit, of NF-«B transcription fac- 
tor (Fujita et al.), 775-787 

p67S8F GaArG-binding factor, interac- 
tion with HTLV-1 Taxl, aber- 
rant induction of cell growth 
(Fujii et al.), 2066-2076 

Pair—rule gene, Drosophila 

even-skipped (eve), Eve functions as 
concentration-dependent mor- 
phogen (Manoukian and 
Krause}, 1740-1751 

ftz (Furukubo-Tokunago et al.), 1082— 
1096 

and proneural gene expression (Skeath 
et al.), 2606-2619 

Pair—rule 

locus, Drosophila, slp (Grossniklaus et 
al.), 1030-1051 

segmentation gene, Drosophila hairy 
(h) (Sasai et al.), 2620-2634 

Paired domain transcription factor, 
BSAP encoded by Pax-5 gene 
(Adams et al.), 1589-1607 

Pan-neural genes, Drosophila deadpan 
(dpn) encodes HLH protein (Bier 
et al.), 2137-2151 

Papillomavirus, E2 protein, dimerization 
and DNA binding (Prakash et 
al.), 105-116 

Paramecium primaurelia, induction of de- 
velopmental mutations (Meyer), 
211-222 

Parental imprinting, mouse insulin-like 
growth factor II (Igf2) (Sasaki et 
al.), 1843-1856 

Parotid-specific expression, human sali- 
vary amylase gene AMYIC 
(Ting et al.), 1457-1465 





Parvovirus minute virus of mice (MVM), 
nonsense mutations inhibit 
splicing (Naeger et al.), 1107— 
1119 

Pattern formation 

A. nidulans, stuA gene required 
(Miller et al.), 1770-1782 
Drosophila 
slp genes (Grossniklaus et al.}, 1030— 
1051 
wing imaginal disc (Van Doren et 
al.), 2592-2605 
vertebrate, mouse limb development 
(Jackson-Grusby et al.}, 29-37 
X. laevis gastrula embryos, role of 
Xlim-1 gene (Taira et al.), 356— 
366 

Pax-5 gene, encodes paired domain tran- 
scription factor BSAP (Adams et 
al.), 1589-1607 

PEA3, Ets oncogene family, regulatory 
role during mouse embryogene- 
sis (Xin et al.), 481-496 

Peripheral nervous system development, 
Drosophila, couch potato (cpo) 
gene (Bellen et al.), 2125-2136 

Phage T4, td intron (Clyman and Bel- 
fort), 1269-1279 

Pheromone 

response pathway, S. cerevisiae 
components order of action (Cairns 
et al.), 1305-1318 
kinase cascade (Stevenson et al.}, 
1293-1304 
signal transduction pathway, S. cerevi- 
siae (Gartner et al.), 1280-1292 
Phosphorylation 
of FUS3 kinase, S. cerevisiae (Gartner 
et al.), 1280-1292 
of Max homodimers (Berberich and 
Cole), 166-176 
and RB gene product (Qin et al.), 953— 
964 
of RNAP II CTD heptapeptide repeats 
(Peterson et al.), 426-438 
yeast signal transduction, of STE7 ki- 
nase (Cairns et al.), 1305-1318 

Photoreceptor, phytochrome A (phyA) 
(Stockhaus et al.), 2364-2372 

Phytochrome A (phyA), structure/func- 
tion relationship, serine-to-ala- 
nine substitutions (Stockhaus 
et al.), 2364-2372 

Pigment cell formation, Drosophila, 
dual Bar homeo box genes (Hi- 
gashijima et al.), 50-60 

PNS. See Peripheral nervous system 

Polarity, bacterial chemoreceptor (Alley 
et al.), 825-836 


Poly(A) 
elongation, X. laevis development, 
translational control by (Simon 
et al.), 2580-2591 
nuclease (PAN), yeast tail degradation 
(Lowell et al.), 2088-2099 


tail 
length, regulates polyadenylation 
(Gershon and Moss), 1575-1586 
yeast, shortening of by PAN is 3’- 
UTR dependent (Lowell et al.), 
2088-2099 
Polyadenylation 
regulated by poly(A) tail length (Ger- 
shon and Moss), 1575-1586 
X. laevis embryogenesis, identifica- 
tion of novel cytoplasmic cis- 
acting element (Simon et al.), 
2580-2591 
Polycomb chromo domain, Drosophila, 
reequired for chromatin binding 
(Messmer et al.), 1241-1254 
Polycomb group (PcG) genes, Droso- 
phila, ph and Pc interaction 
(DeCamillis et al.), 223-232 
polyhomeotic gene (ph), Drosophila, en- 
codes chromatin protein (De- 
Camillis et al.), 223-232 
Polymerase II transcription, stimulated 
by acidic activator GAL4-AH 
and TFIIA and IID (Wang et al.), 
1716-1727 
Polyomavirus enhancer, oncogene-re- 
sponsive element (Bruder et al.}, 
545-556 
Positive control mutants, of yeast HAP1 
activator (Turcotte and Gua- 
rente), 2001-2009 
Post-transcriptional regulation, HSV-1 
regulatory protein ICP27 (San- 
dri-Goldin and Mendoza), 848— 
863 
POU domain, of Oct-1 (Pomerantz et al.}, 
2047-2057 
and Oct-1 (Lai et al.), 2058-2065 
pap gene, Drosophila zinc finger protein, 
oocyte nucleus localization 
(Ségalat et al.), 1019-1029 
Pre-mRNA splicing 
shutdown resulting from heat shock 
(Utans et al.}, 631-641 
site-specific cross-linking prior to 
(Wyatt et al.), 2542-2553 
SR proteins, conserved family (Zahler 
et al.), 837-847 
U6 snRNA as catalytic element in 
spliceosome (Sawa and Shi- 
mura), 244-254 
Pre-mRNAs, processing of, role of 
Drosophila rpb1 gene (Kim et 
al.), 2569-2578 
Precursor B lymphocytes, IL-7-regulated 
myc gene expression (Morrow 
et al.), 61-70 
Preimplantation mouse 
development 
gene expression during (Rothstein et 
al.), 1190-1201 
imprinted genes influence develop- 
ment (Rappolee et al.), 939-952 
embryos, localization of DNA MTase 
(Carlson et al.), 2536-2541 


Preinitiation complex (preIC), Droso- 
phila, differential regulation of 
by UBX and EVE (Johnson and 
Krasnow), 2177-2189 

Prepattern, in Drosophila developing eye 
(Dickson et al.), 2327-2339 

Prespliceosomes, protein components of 
(Bennet et al.), 1986-2000 

Prions, replication of in transgenic mice 
and hamsters (Hecker et al.), 
1213-1228 

Processivity factor, in vitro, HIV-1 Tat 
(Kato et al.), 655-666 

Promoter 

-binding factors, counteract chroma- 
tin-mediated repression (Cros- 
ton et al.), 2270-2281 

competition, globin gene switching 
(Foley and Engel), 730-744 

melting, on Drosophila genes in vivo 
(Giardina et al.), 2190-2200 

trap vectors, ES cells, gene disruption 
(von Melchner et al.), 919-927 

Promoter-enhancer 

interaction, B-globin gene, regulation 
by GATA-1 (Fong et al.), 521- 
532 

competition, LCR function and globin 
gene switching (Kim et al.), 
928-938 

Promoters, RNA polymerase II, TFIID 
interaction (Colgan and Man- 
ley), 304-315 

Proneural gene expression, Drosophila 
(Skeath et al.), 2606-2619 

Protein 

export, E. coli, role of heat shock pro- 
teins DnaK and DnaJ (Wild et 
al.), 1165-1172 

kinase, DNA dependent, signal for 
phosphorylation (Peterson et 
al.), 426-438 

kinase A (PKA), down-regulation by 
v-Ras and PKC (Gallo et al.), 
1621-1630 

kinase C (PKC), down-regulates nu- 
clear PKA (Gallo et al.), 1621- 
1630 

phosphatase SIT4, S. cerevisiae late 
G,, required for normal accu- 
mulation of SWI4 (Fernandez- 
Sarabia et al.), 2417-2428 

sequestration, Drosophila 
(Feder et al.), 1402-1413 

Protein-DNA 

complexes, tetramer of Mu trans- 
posase (MuA) (Baker and Mi- 
zuuchi), 2221-2232 

interactions, insulin minienhancer 
complex (German et al.), 2165— 
2176 

Protein—protein interaction 

at composite response elements 
(Miner and Yamamoto}, 2491— 
2501 


hsp70 
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and maize anthocyanin pigmentation 
pathway (Goff et al.), 864-875 
recognition of surface of Oct-1 POU 
homeo domain (Pomerantz et 
al.), 2047-2057 
TBF-TAF complex hSLi (Jantzen et 
al.), 1950-1963 
VP16 association with Oct-1 vs Oct-1 
(Lai et al.), 2058-2065 
Proto-oncogene 
N-myc, mouse lung development 
(Moens et al.), 691-704 
Raf-1, activation by serum, TPA and 
Ras (Bruder et al.), 545-556 
see also individual genes 
Proto-oncogenes 
junB and c-jun, fibrosarcoma develop- 
ment (Bossy-Wetzel et al.}, 
2340-2351 
see also individual genes 
prp20 yeast mutants, defects in mRNA 
processing (Forrester et al.}, 
1914-1926 


R 


R7 cell development, Drosophila (Dick- 
son et al.), 2327-2339 

Raf-1, activation by serum, TPA and Ras 
(Bruder et al.), 545-556 


Raft culture, production of HPV (Dollard 
et al.), 1131-1142 

RAP 1-interacting factor (RIF1), mediator 
for RAP] (Hardy et al.}, 801-814 


Ras 
cotransformation assays, biphasic ef- 
fect of Max on Myc (Prendergast 
et al.), 2429-2439 
signaling pathway, and eIF-4E-induced 
transformation (Lazaris-Karat- 
zas et al.), 1631-1642 
Rat 
HLH proteins HES-1 and HES-3, struc- 
tural homology to Drosophila 
hairy and Enhancer of split (Sa- 
sai et al.), 2620-2634 
insulin I gene, minienhancer complex 
(German et al.), 2165-2176 
RATI1 yeast gene, mRNA export (Am- 
berg et al.), 1173-1189 
RBP1, Drosophila RNA-binding protein, 
pre-mRNA processing (Kim et 
al.), 2569-2578 
RecA protein, E. coli, mediates stable 
synapsis of homolog DNA (Ad- 
zuma), 1679-1694 
Recombinases, RecA and UvsX (Clyman 
and Belfort), 1269-1279 
Recombination pathway, intron mobil- 
ity (Clyman and Belfort}, 1269- 
1279 
Redundancy, Drosophila, and regulation 
of Ubx and other genes (Laney 
and Biggin), 1531-1541 
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Rel 
protein 
family, I-Rel inhibits NF-«B tran- 
scriptional activity (Ruben et 
al.), 745-760 
DNA-binding activity of (Kerr et al.}, 
2352-2363 
transcription factors, Drosophila dl 
morphogen (Isoda et _al.), 
619-630 
Repressor/activator protein 1 (RAP1), 
yeast, activity at silencers and 
telomeres (Hardy et al.), 
801-814 
Retinoblastoma 
gene (Rb), expression of during immor- 
talization (Ulrich et al.), 
876-887 
susceptibility gene 
RB, growth suppression domain 
within (Qin et al.), 953-964 
RB1, E2F—pRB interaction (Hiebert 
et al.), 177-185 
Retinoic acid receptor 
rAR systems as compared to RXR fam- 
ily (Mangelsdorf et al.), 329-344 
transcription factor (RARa), role in he- 
mopoietic differentiation (Tsai 
et al.), 2258-2269 
Retrotransposition, and evolution of 
gene regulation (Ting et al.), 
1457-1465 
Retrotransposon Ty3, preferential inser- 
tion of (Chalker and Sandm- 
eyer), 117-128 
Retroviral sequences, required for tissue- 
specific expression, human sali- 
vary amylase gene (Ting et al.), 
1457-1465 
Retrovirus, promoter trap vectors 
(U3His and U3Neo) (von Melch- 
ner et al.), 919-927 
Rev protein of HIV-1, RNA-binding do- 
main of (Tiley et al.), 2077-2087 
Rex system, bacteriophage lambda, cell 
death (Parma et al.), 497-510 
rho-dependent termination, and c4 RNA 
controlled expression of the ant 
gene (Biere et al.), 2409-2416 
Rhodobacter capsulatus, cytochrome c 
biogenesis (Beckman et l.), 
268-283 
Rhomboid (rho) expression, Drosophila 
embryo, stripes regulated by dl] 
(Ip et al.), 1728-1739 
Ribonuclease, PAN and mRNA degrada- 
tion (Lowell et al.}, 2088-2099 
Ribosomal protein L4, E. coli, regulation 
of S10 operon (Zengel and Lin- 
dahl), 2655-2662 
Ribozyme 
core, group I introns (Michel et al.), 
1373-1385 
hairpin, in vitro selection of (Berzal- 
Herranz et al.), 129-134 
Ring canals. See Cytoplasmic bridges 


RNA 
-binding 
factor, Drosophila RMP1, functional 
similarity to human splicing 
factor ASf/SF2 (Kim et al.), 
2569-2578 
motifs, in DAI (Green and 
Mathews), 2478-2490 
protein, Drosophila cpo shows ho- 
mology to (Bellen et al.), 2125- 
2136 
cleavage reaction, hairpin ribozyme 
(Berzal-Herranz et al.), 129-134 
Pol I factor hUBF, activation domains 
of (Jantzen et al.), 1950-1963 
polymerase, of N4 DNA virus (Mark- 
iewicz et al.), 2010-2019 
polymerase II 
Drosophila, analysis of dTFIIB 
(Wampler and Kadonaga), 1542- 
1552 
elongation of (Kato et al.), 655-666 
heptapeptide repeats, phosphoryla- 
tion of (Peterson et al.), 426-438 
holo-TFIID complex (Zhou et al.), 
1964-1974 
promoters, TATA-TFIID interac- 
tions (Colgan and Manley), 304— 
315 
SII-dependent transcript truncation 
(Izban and Luse), 1342-1356 
transcription initiation on chroma- 
tin templates (Lorch et al.), 
2282-2287 
transcription termination (Roberts 
et al.), 1562-1574 
transcriptional antirepression by 
GAL4-VP16 (Croston et al.), 
2270-2281 
polymerase III 
transcription, and TFIIB-related fac- 
tor BRF1 (Colbert and Hahn), 
1940-1949 
Ty3 integrates within transcription 
initiation region (Chalker and 
Sandmeyer), 117-128 
polymerase pausing 
Drosophila genes, promoter melting 
(Giardina et al.),2190-2200 
hsp70, DNA requirements of (Lee et 
al.), 284-295 
promoter—proximal, and block to 
transcriptional elongation 
(Krumm et al.), 2201-2213 
processing 
RNase E’s role in T4 and E. coli 
mRNA _ degradation (Ehrets- 
mann et al.), 149-159 
RNase MRP RNA, nuclear role of 
enzyme (Schmitt and Clayton], 
1975-1985 
—protein interactions, exon-bridging 
model (Hoffman and 
Grabowski), 2554-2568 
recognition motif (RRM), isolation and 
characterization of rpbl1 Droso- 





phila gene (Kim et al.), 2569- 
2578 
structure, 5'-stem—loop structure sta- 
bilizes E. coli mRNA (Emory et 
al.), 135-148 
trafficking, RatlP/Seplp homology 
(Amberg et al.), 1173-1189 
interactions, sunY intron 
(Michel et al.), 1373-1385 
RNase MRP RNA, yeast/mammal ho- 
mology, nuclear role of enzyme 
(Schmitt and Clayton), 1975—- 
1985 
Rodlet 
layer, N. crassa, ccg-2 gene encodes 
hydrophobin required for (Bell- 
Pedersen et al.), 2382-2394 
protein, N. crassa (Lauter et al.), 2373- 
2381 
rpoN Caulobacter gene, and normal cell 
division (Brun and Shapiro), 
2395-2408 
rRNA transcription, negative supercoil- 
ing and topoisomerase activity 
(Schultz et al.), 1332-1341 
RuvA-RuvB protein complex, E. coli, in- 
teraction with Holliday junc- 
tion promotes branch migration 
(Iwasaki et al.), 2214-2220 
RXR gene family, ligand specificity and 
expression (Mangelsdorf et al.), 
329-344 


—-RNA 


S 


S phase, S. cerevisiae, role of CLB5—a 
novel B cyclin (Epstein and 
Cross), 1695-1706 

Saccharomyces cerevisiae 

Cdc28-dependent transcriptional acti- 
vation (Marini and Reed), 557— 
567 

cyclin-B homologs function in S phase 
and in G, (Richardson et al.), 
2021-2034 

mitochondrial genome maintenance 
gene (Jones and Fangman), 380— 
389 

pheromone response pathway, kinase 
cascade (Stevenson et al.}, 1293— 
1304 

prp20 mutation, defects in mRNA pro- 
cessing (Forrester et al.), 1914— 
1926 

RATI1 gene, mRNA export (Amberg et 
al.), 1173-1189 

RNA levels of G, cyclins (Fernandez- 
Sarabia et al.), 2417-2428 

RNase MRP RNA, mammalian ho- 
mology (Schmitt and Clayton), 
1975-1985 

S phase, role of CLB5—a novel B cyclin 
(Epstein and Cross), 1695-1706 

see also yeast 

signal transduction, phosphorylation 
of FUS3 kinase (Gartner et al.), 
1280-1292 


spindle pole body and microtubule 
function (Page and Snyder), 
1414-1429 
telomeres, assume non-nucleosomal 
chromatin structure (Wright et 
al.), 187-210 
telomeric and subtelomeric chromatin 
(Wright et al.), 187-210 
3’ splice site selection (Frank and 
Guthrie}, 2112-2124 
transcription, SPT3 interaction with 
TFIID (Eisenmann et al.), 1319- 
1331 
transcriptional activators, SNF pro- 
teins, GAL4, and Bicoid (Lau- 
rent and Carlson), 1707-1715 
translation initiation and UV resis- 
tance, role of SSL1 gene product 
(Yoon et al.), 2463-2477 
Salivary amylase gene human, parotid- 
specific expression (Ting et al.), 
1457-1465 
Scalloped (sd) gene, Drosophila sensory 
organ differentiation, evolution- 
arily conserved transcription 
factor (Campbell et _al.), 
367-379 
Schizosaccharomoyces pombe 
checkpoint genes (Enoch et al.), 2035- 
2046 
nutritional monitoring and cAMP pro- 
duction (Isshiki et al.}, 2455- 
2462 
Scrapie prions, replication of (Hecker et 
al.), 1213-1228 
scute (sc) Drosophila gene 
auto-and cross-regulatory activities 
antagonized by emc gene (Van 
Doren et al.), 2592-2605 
controlled by axis patterning genes 
(Skeath et al.), 2606-2619 
SecB, chaperone, E. coli protein export 
(Wild et al.), 1165-1172 
Segment polarity gene 
en, Drosophila, directly activated by 
Eve (Manoukian and Krause}, 
1740-1751 
Drosophila hedgehog (hh), target of en- 
grailed (en) regulation (Tabata 
et al.), 2635-2645 
Segmentation 
Drosophila, slp locus (Grossniklaus et 
al.), 1030-1051 
pair-rule gene eve, Eve functions as 
concentration dependent mor- 
phogen (Manoukian and 
Krause}, 1740-1751 
Self-splicing, of group I introns (Michel 
et al.), 1373-1385 
Sensory organ 
development, Drosophila 
ac, sc, and emc proteins (Van Doren 
et al.), 2592-2605 
Hairless (H), protein controls SOP 
cell fate (Bang and Posakony), 
1752-1769 


differentiation 
Drosophila transcription factor en- 
coded by sd (Campbell et al.), 
367-379 
precursor (SOP) cells, Drosophila PNS 
H gene controls cell fate (Bang 
and Posakony), 1752-1769 
Seplp, yeast, homology to Ratlp (Am- 
berg et al.), 1173-1189 
Sevenless activity, different response of 
Drosophila ommatidial cells to 
(Dickson et al.), 2327-2339 
Sexual development, Coprinus, A-mat- 
ing-type gene complexes (Kiies 
et al.), 568-577 
o°*, C. flagellum biosynthesis (Brun and 
Shapiro), 2395-2408 
Signal transduction 
pathway 
Drosophila, nuclear transport of dor- 
sal protein (Norris and Manley), 
1654-1667 
HTLV-1, Tax] aberrant induction of 
cell growth (Fujii et al.), 2066— 
2076 
intracellular, $. pombe, coupling of 
mitosis to completion of DNA 
replication (Enoch et al.), 2035— 
2046 
Ras mediates 4E-induced transfor- 
mation (Lazaris-Karatzas et al.), 
1631-1642 
Dictyostelium, G protein a subunit 
(Hadwiger and Firtel), 38-49 
Raf-1 proto-oncogene _activation 
(Bruder et al.), 545-556 
S. cerevisiae 
pheromone response (Cairns et al.), 
1305-1318 
phosphorylation of FUS3 kinase 
(Gartner et al.}, 1280-1292 
yeast pheromone response (Stevenson 
et al.), 1293-1304 
Single-stranded DNA-binding 
activity, MF3 (Gualberto et al.), 815— 
824 
protein (SSB), E. coli, required for N4 
early transcription (Markiewicz 
et al.), 2010-2019 
Site-specific 
binding, of wild-type p53 protein (Bar- 
gonetti et al.), 1886-1898 
cross-linking, of mammalian U5 sn- 
RNP to 5’ splice site (Wyatt et 
al.), 2542-2553 
snail gene expression, Drosophila meso- 
derm, dorsal—-twist interaction 
(Ip et al.), 1518-1530 
SNF proteins, S. cerevisiae, and tran- 
scriptional activation (Laurent 
and Carlson), 1707-1715 
snRNA, U3, nuclear import of (Baserga 
et al.), 1120-1130 
Somatic inhibition, Drosophila P-ele- 
ment pre-mRNA splicing (Sie- 
bel et al.), 1386-1401 
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Spindle pole body, S. cerevisiae, genes 
involved in (Page and Snyder), 
1414-1429 

spitz Drosophila gene, encodes putative 
EGF-like growth factor (Rut- 
ledge et al.), 1503-1507 

Splice site selection, 5’ splice site com- 
petition model (Siebel et al.), 
1386-1401 

Spliceosome 

formation, and heat shock interference 
(Utans et al.), 631-641 
protein components of (Bennet et al.), 
1986-2000 
U6 snRNA association with 5’-splice 
site of pre-mRNA (Sawa and 
Shimura), 244-254 
Splicing 
defects, cytoplasmic tail, resulting ab- 
normalities (Brannan et al.), 
1832-1842 
factors 
human ASF/SF2, Drosophila RNA- 
binding protein RBP1 shows 
functional similarity to (Kim et 
al.), 2569-2578 
SLU7, 3’ splice site choice in yeast 
(Frank and Guthrie), 2112-2124 
SR proteins, conserved family 
(Zahler et al.), 837-847 
inhibition, by nonsense mutations 
(Naeger et al.), 1107-1119 
mechanism, spliceosome and prespli- 
ceosome, protein components 
associated with (Bennet et al.}, 
1986-2000 
mitochondrial group I introns (Guo 
and Lambowitz), 1357-1372 

Spore viability, Dictyostelium, and dis- 
ruption of spiA gene (Richarson 
and Loomis), 1058—1070 

Sporulation 

Dictyostelium, and disruption of spiA 
gene (Richarson and Loomis), 
1058-1070 

pathways, N. crassa, con gene expres- 
sion (Springer and Yanofsky)}, 
1052-1057 

SPT3, S. cerevisiae, interaction with 
TFIID (Eisenmann et al.), 1319- 
1331 

SR proteins, pre-mRNA splicing factors, 
conserved family (Zahler et al.), 
837-847 

SSL1 supressor gene, yeast, role in DNA 
repair and/or translation initia- 
tion (Yoon et al.), 2463-2477 

Stalk formation, Caulobacter, role of o°* 
factor (Brun and Shapiro}, 2395— 
2408 

Starvation, E. coli, DNA-binding protein 
Dps (Almirén et al.), 2646-2654 

Stationary phase of E. coli, role of DNA- 
binding protein Dps (Almiro6n et 
al.), 2646-2654 

STE7 kinase, dominant STE11 allele po- 
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tentiates phosphorylation 
(Cairns et al.}, 1305-1318 

STE11 kinase, dominant allele potenti- 
ates phosphorylation of STE7 
(Cairns et al.), 1305-1318 

STE11. See also kinases 

Steel factor (SLF) cytoplasmic tail, splic- 
ing defect and developmental 
abnormalities (Brannan et al.}, 
1832-1842 

STEII kinase, S. cerevisiae, constitutive 
mutants of (Stevenson et al.), 
1293-1304 

Stem-loop structure, stabilizing influ- 
ence in E. coli mRNA (Emory et 
al.), 135-148 

Stunted (stuA) gene, A. nidulans, re- 
quired for cell pattern formation 
(Miller et al.), 1770-1782 

Subtractive hybridization, of cDNA li- 
braries (Rothstein et al.), 1190— 
1201 

sunY intron, bacteriophage T4 (Michel et 
al.), 1373-1385 

Supercoiling (negative), yeast rRNA 
transcription initiation (Schultz 
et al.), 1332-1341 

Supercoiling. See also template super- 
coiling 

SV40 T antigen, inhibits wild-type p53 
binding (Bargonetti et  l.), 
1886-1898 

SWI4 RNA accumulation, S. cerevisiae 
late G,, SIT4 protein phos- 
phatase required for (Fernandez- 
Sarabia et al.), 2417-2428 

SW15, yeast transcriptional activator 
(Dohrmann et al.), 93-104 


T 


T/E1A-binding domain, the RB ‘pocket’ 
(Qin et al.), 953-964 
Tat HIV-1 


in vitro processivity factor (Kato et al.), 
655-666 
protein, activation domain _inter- 
changeable with VP16 (Tiley et 
al.), 2077-2087 
TATA box 
-binding 
polypeptide (TBP), part of holo— 
TFIID complex (Zhou et al.), 
1964-1974 
protein complex, TBF-TAT complex 
hSL1 (Jantzen et al.), 1950-1963 
chick f-globin gene, interaction with 
cGATA-1 (Fong et al.), 521-532 
protected from KMnO, by TBP com- 
ponent of TFIID (Giardina et 
al.), 2190-2200 
TFIID binding to (Lorch et al.), 2282— 
2287 
TATA-less promoter, holo-TFIID sup- 
ports transcriptional stimula- 
tion from (Zhou et al.), 1964— 
1974 


Tax] transcriptional activator and trans- 
forming protein, HTLV-1, inter- 
action with p67S®* causes aber- 
rant induction of cell growth 
(Fujii et al.), 2066-2076 

TEF-1, homology to TEA domain of 
Drosophila sd (Campbell et al.}, 
367-379 

Telomere 

-binding protein, MF3 (Gualberto et 
al.), 815-824 

formation, P. primaurelia genome re- 
organization (Meyer), 211-222 

structure, RAP] regulation of (Hardy 
et al.), 801-814 

Telomeres, S. cerevisiae, assume non- 
nucleosomal chromatin struc- 
ture (Wright et al.), 187-210 

Telosome, yeast chromosomal DNA, as- 
sembled in non-nucleosomal 
chromatin structure (Wright et 
al.), 187-210 

Template supercoiling, role in N4 early 
promoter activation (Mark- 
iewicz et al.), 2010-2019 

Tenascin extracellular matrix protein, 
normal development of TN-de- 
ficient mice (Saga et al.), 1821- 
1831 

Termination/attenuation, block to tran- 
scriptional elongation in c-myc 
gene (Krumm et al.), 2201-2213 

TFIIA and IID, assembly of closed com- 
plex (Wang et al.), 1716-1727 

TFIIB-related factor, BRF1, involvement 
in RNA Pol III transcription 
(Colbert and Hahn), 1940-1949 

TFIID 

binding, to nucleosome, failure to sup- 
port vs support of transcription 
initiation (Lorch et al.), 2282- 
2287 

holo—TFIID, supports activation by di- 
verse activators and TATA-less 
promoter (Zhou et al.), 1964— 
1974 

interaction with TATA-containing 
and TATA-lacking promoters 
(Colgan and Manley), 304-315 

S. cerevisiae, SPT3 interaction (Eisen- 
mann et al.), 1319-1331 

yeast and human, functional equiva- 
lent of (Kelleher III et al.), 296— 
303 

TFIIF, transcription elongation factor, in 
conjunction with Tat (Kato et 
al.), 655-666 

3' splice site selection, yeast, mediated 
by splicing factor SLU7 (Frank 
and Guthrie), 2112-2124 

3T3-L1 preadipocyte differentiation, role 
of antisense C/EBP RNA (Lin 
and Lane), 533-544 

Tissue specific 

diversity, maize B gene and anthocya- 





nin production (Radicella et al.), 
2152-2164 
expression, Adh, conserved regulatory 
unit in Drosophila and man 
(Falb and Maniatis), 454-465 
mechanism, conservation between 

Drosophila and man (Abel et 
al.), 466-480 

Tobacco, transgenic plant system, struc- 
ture/function relationship of 
phyA (Stockhaus et al.), 2364— 
2372 

Toll gene, Drosophila, role in regulating 
cell localization (Norris and 
Manley), 1654-1667 

Topoisomerases yeast, inactivation of 
and transcription by RNA poly- 
merase I (Schultz et al.), 1332- 
1341 

Tracking, V(D)J recombination (Gauss 
and Lieber), 1553-1561 

Transcript cleavage, and elongation fac- 
tor SII (Izban and Luse), 1342— 
1356 


Trans-activation 
domain, in FosB but not FosB2 (Wis- 
dom et al.), 667-675 
ets family members have different 
properties (Wasylyk et al.), 965— 
974 
HIV-1 Tat, mechanism of (Kato et al.}, 


655-666 
Trans-activator 
papillomavirus E2 protein (Prakash et 
al.), 105-116 
Vp16 and Tat, interchangeable activa- 
tion domains (Tiley et al.), 
2077-2087 
Transcription 
activation 
adenovirus Ela protein represses 
HLH protein Myf-5 (Braun et 
al.), 888-902 
domains, of hUBF (Jantzen et al.), 
1950-1963 
encoded by maize B gene (Goff et 
al.), 864-875 
HOB motifs of Fos and Jun (Suther- 
land et al.), 1810-1819 
holo—TFIID complex and diverse ac- 
tivator domain interaction 
(Zhou et al.), 1964-1974 
of N4 early promoter by supercoil- 
ing and SSB (Markiewicz et al.), 
2010-2019 
by NF-«B subunits (Fujita et al.), 
775-787 
repression of by Fos and Jun (Li et 
al.), 676-689 
S. cerevisiae, SNF proteins function 
coordinately with GAL4 and Bi- 
coid (Laurent and Carlson), 
1707-1715 
Saccharomyces G,-specific genes, 
cdc28 kinase and _ passage 


through START (Marini and 
Reed), 557-567 
yeast and human TFIIDs, functional 
equivalent of (Kelleher III et al.}, 
296-303 
activators 
GAL4 and Bicoid, dependence on 
SNF proteins (Laurent and Carl- 
son), 1707-1715 
SNF and SWI yeast proteins alter 
chromatin structure __—_ (Hir- 
schhorn et al.}, 2288-2298 
antirepression, by GAL4—VP16 
(Croston et al.), 2270-2281 
enhancers, models of mechanism of 
action (Geyer and Corces), 
1865-1873 
elongation, blocking of in human 
c-myc gene (Krumm et al.), 
2201-2213 
factor 
complex, NF-«B in (Ruben et al.), 
730-744 
Drosophila, CREB/ATF family (Abel 
et al.), 466-480 
evolutionary conservation, encoded 
by Drosophila sd gene (Camp- 
bell et al.), 367-379 
IIB (dTFIIB), Drosophila, analysis of 
(Wampler and Kadonaga), 1542— 
1552 
factor NF-«B, NLS/IkB interaction 
(Beg et al.), 1899-1913 
paired domain, BSAP (Adams et al.}, 
1589-1607 
RARa, role in hematopoietic differ- 
entiation (Tsai et al.), 2258— 
2269 
see also E2F transcription factor 
factors 
C/EBP and LAP, dominant-negative 
inhibitor of transcription (Ron 
and Habener), 439-453 
C/EBP mechanism of action (Milos 
and Zaret), 991-1004 
junB and c-jun, functional role in fi- 
brosarcoma development (Bos- 
sy-Wetzel et al.), 2340-2351 
muscle-specific (Yu et al.), 1783— 
1798 
stage-specific, globin gene (Foley 
and Engel), 730-744 
initiation, closed complex requiring 
acidic activator GAL4-AH, and 
TFIIA and IID (Wang et al.), 
1716-1727 
regulation 
Adh gene, conserved regulatory unit 
in Drosophila and man (Falb 
and Maniatis), 454-465 
and composite response elements 
(Miner and Yamamoto}, 2491— 
2501 
Drosophila, differential regulation 
by homeo domain proteins UBX 


and EVE (Johnson and Kras- 
now), 2177-2189 
Drosophila, TFiiD—promoter inter- 
action (Colgan and Manley), 
304-315 
SW15/HO and ACE2/CTS1, parallel 
pathways (Dohrmann et al.}, 
93-104 
repression, Drosophila, by su(Hw) 
(Geyer and Corces), 1865-1873 
silencing, RAPI-RIFl involvement 
(Hardy et al.), 801-814 
termination 
E. coli $10 operon, r-protein L4 and 
transcription factor NusA have 
separable roles (Zengel and Lin- 
dahl), 2655-2662 
factor-dependent (Roberts et al.), 
1562-1574 
negative regulation (Dubendorff et al.), 
2524-2535 
phosphorylation of RNAP II CTD hep- 
tapeptide repeats (Peterson et 
al.), 426-438 
yeast 
rRNA, negative supercoiling and 
topoisomerases (Schultz et al.), 
1332-1341 
TFIID/SPT3 interaction (Eisenmann 
et al.), 1319-1331 
Transformation 
biphasic effect of Max protein on Myc 
cotransformation (Prendergast 
et al.), 2429-2439 
as distinct from immortalization (UI- 
rich et al.), 876-887 
by FosB but not FosB2 (Wisdom et al.), 
667-675 
pathway, Myc/Max compleses 
(Mukherjee et al.), 1480-1492 
Transforming protein Taxl, HTLV-1, in- 
teraction with p67S®* (Fujii et 
al.), 2066-2076 
Transgenic mice 
activated int-3 locus (Jhappen et al.), 
345-355 
c-myc-bearing (Benvenisty et al.}, 
2513-2523 
effects of TNFa (Cheng et al.), 1444— 
1456 
entire 70-kb human 6-globin locus in- 
troduced in (Stouboulis et al.), 
1857-1864 
prion replication (Hecker et al.), 1213— 
1228 
Transgenic zebrafish, HOX promoter ac- 
tivation (Westerfield et al.), 
591-598 
Translation initiation, yeast, role of 
SSL1 gene product (Yoon et al.), 
2463-2477 
Translational 
activation, of c-myc 1 (Hann et al.}, 
1229-1240 
control 
of Drosophila hunchback gene, by 
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cooperation of Pumilio and 
Nanos activity (Barker et al.), 
2312-2326 
of maternal mRNAs (Sallés et al.), 
1202-1212 
X. laevis, activation of masked 
mRNAs by cytoplasmic poly(A) 
elongation (Simon et al.), 2580— 
2591 
coupling, bacteriophage P1 and P7, c4 
RNA controlled expression of 
ant gene (Biere et al.), 2409- 
2416 
frameshifting, E. coli dnaX gene 
(Tsuchihashi and Brown), 511-— 
519 
initiation, internal ribosome binding 
(OH et al.), 1643-1653 
tRNA genes, yeast, targets for Ty3 inte- 
gration (Chalker and Sand- 
meyer), 117-128 
tRNA, relationship to Group I introns 
(Guo and Lambowitz), 1357- 
1372 
Tumor necrosis factor a (TNFa), effects 
of in transgenic mice (Cheng et 
al.), 1444-1456 
Tumor progression factors, junB and 
c-jun (Bossy-Wetzel et l.), 
2340-2351 
Ty3, integration, RNA polymerase III 
transcription initiation region 
(Chalker and Sandmeyer), 117- 
128 
Tyrosine metabolism, lethal albino mice 
(Ruppert et al.), 1430-1443 
Tyrosyl-tRNA synthetase, binds the in- 
tron core (Guo and Lambowitz}, 
1357-1372 


U 


U1 snRNA, X. laevis genes, transcrip- 
tional activation at MBT (Lund 
and Dahlberg), 1097-1106 

U1 snRNP 

binding to pseudo and accurate 5’ 
splice site (Siebel et al.), 1386— 
1401 
targets splicing factor U2AF65 to 3’ 

splice site (Hoffman and 
Grabowski), 2554-2568 

U2AF65 3’ splicing factor, interaction 
with Ul snRNP (Hoffman and 
Grabowski), 2554-2568 

U3 snRNA, nuclear import, molecular 
signals for (Baserga et al.), 1120— 
1130 

U4/U6/U5 triple snRNP complex, entry 
into spliceosome (Utans et al.), 
631-641 

U5 snRNP (mammalian,), site-specific 
cross-linking to 5’ splice site 
(Wyatt et al.), 2542-2553 

US yeast snRNA, SLU4 and SLU7 genes 


2686 GENES & DEVELOPMENT 


interact with (Frank and Guth- 
rie), 2112-2124 

U6 snRNA, as catalytic element in spli- 
ceosome (Sawa and Shimura), 
244-254 

Ultrabithorax (Ubx) 

Drosophila, homeo domain protein 
UBX (Johnson and Krasnow}, 
2177-2189 

promoter activation, by nonessential 
zeste gene (Laney and Biggin), 
1531-1541 

UV 

cross-linking, U6 snRNA associated 
with 5’-splice site of pre-mRNA 
(Sawa and Shimura), 244-254 

resistance, yeast, affected by SSLI1 
gene (Yoon et al.), 2463-2477 


Vv 


V(D)J recombination, deletional vs. in- 
versional (Gauss and Lieber), 
1553-1561 

v-Ras, down-regulates nuclear PKA 
(Gallo et al.), 1621-1630 

Vaccinia virus, poly(A) tail length (Ger- 
shon and Moss}, 1575-1586 

Vector, gene trap pGT4,5 in mouse ES 
cells (Skarnes et al.), 903-918 

Vectors, promoter trap, gene disruption 
in ES cells (von Melchner et al.), 
919-927 

Virion production, in vitro using raft cul- 
tures (Dollard et al.), 1131-1142 

Viviparous-1 gene, maize seed matura- 
tion, activation of the Cl gene 
(Hattori et al.), 609-618 

VP16 

activates transcription from RNA tar- 
get (Tiley et al.), 2077-2087 

-induced positive control, transferred 
from Oct-1 to Oct-2 by amino 
acid exchange (Lai et al.), 2058— 
2065 

protein, and Oct-1 multiprotein com- 
plex (C1), protein—protein inter- 
actions (Pomerantz et l.), 
2047-2057 


Ww 


Wing development, Drosophila ap LIM 
gene (Cohen et al.), 715-729 


X 


Xenopus laevis 

blastopore lip-specific gene, fork head 
domain (Dirksen et al.), 
599-608 

development, poly(A) elongation and 
translational activation (Simon 
et al.), 2580-2591 

LIM domain, homeo box gene Xlim-1 
(Taira et al.), 356-366 


midblastula transition (MBT), tran- 

scriptional activation (Lund and 
Dahlberg), 1097-1106 

Xenopus oocytes, nuclear imprint of U3 
snRNA (Baserga et al.), 1120— 
1130 

Xlim-1 homeo box gene, X. laevis LIM 
domain (Taira et al.), 356-366 


Y 


Yeast 

deadenylation, 3'-UTR dependent 
(Lowell et al.), 2088—2099 

GCN4, as probe for oncogenesis by 
AP-1 transcription factor (Oliv- 
iero et al.), 1799-1809 

HAP1 activator, cofactor interaction 
(Turcotte and Guarente), 2001-— 
2009 

MFA2 gene, deadenylation of tran- 
scripts (Muhlard and Parker), 
2100-2111 

parallel pathways of gene regulation 
(Dohrmann et al.), 93-104 

pheromone response pathway, compo- 
nents order of action (Cairns et 
al.), 1305-1318 

rRNA transcription, negative super- 
coiling and topoisomerase ac- 
tivity (Schultz et al.), 1332- 
1341 

see also Saccharomyces cerevisiae 

TFIIB-related factor BRF1, RNA Pol III 
transcription (Colbert and 
Hahn}, 1940-1949 

TFIID, functional equivalent of (Kelle- 
her III et al.), 296-303 

transcription activators, SNF2/SWI2 
and SNF5 alter chromatin struc- 
ture (Hirschhorn et al.), 2288— 
2298 

Ty3 targets Pol Ill-transcribed genes 
(Chalker and Sandmeyer), 117- 
128 

YG023 gene, yeast, repeated motifs sim- 

ilar to Drosophila Pumilio 
(Barker et al.), 2312-2326 


Z 


zeste Drosophila gene, and activation of 
Ubx promoter (Laney and Big- 
gin), 1531-1541 
Zinc finger 
protein 
encoded by Drosophila qpp gene, 
oocyte nucleus localization 
(Ségalat et al.), 1019-1029 
Drosophila su(Hw), transcriptional 
repression (Geyer and Corces), 
1865-1873 
region, yeast regulators SW15 and 
ACE2 (Dohrmann et _l.), 
93-104 





